Tau is the major constituent of neurofibrillary tangles in Alzheimer's disease (AD), but the mechanism underlying tau-associated neural damage remains unclear. Here we show that tau can directly interact with nucleoporins of the nuclear pore complex (NPC) and affect their structural and functional integrity. Pathological tau impairs nuclear import and export in tauoverexpressing transgenic mice and in human AD brain tissue. Furthermore, the nucleoporin Nup98 accumulates in the cell bodies of some tangle-bearing neurons and can facilitate tau aggregation in vitro. These data support the hypothesis that tau can directly interact with NPC components, leading to their mislocalization and consequent disruption of NPC function. This raises the possibility that NPC dysfunction contributes to tau-induced neurotoxicity in AD and tauopathies.
INTRODUCTION
The intracellular aggregation of tau in neurofibrillary tangles is a neuropathological hallmark of Alzheimer's disease (AD) (Ittner et al., 2010; Li et al., 2011; Thies and Mandelkow, 2007; Weingarten et al., 1975) . The progressive hyperphosphorylation and aggregation of tau in AD brains correlate well with synapse loss and neurodegeneration and thus may be a key driver of cognitive decline (Gomez-Isla et al., 1996; Gong and Iqbal, 2008) . However, the mechanisms underlying tau aggregation and consequent cellular toxicity are unknown.
NPCs are responsible for the macromolecular trafficking of proteins and RNA between the nucleoplasm and the cytoplasm. They are molecular assemblies consisting of multiple copies of 30 different proteins called nucleoporins (Nups), eight of which contain intrinsically disordered domains rich in phenylalanine-glycine repeats (FG) (Denning et al., 2003; Labokha et al., 2013; Lemke, 2016; Milles and Lemke, 2011) . Nups are assembled in the NPC with specialized functional and spatial designations (Hinshaw et al., 1992) . FGcontaining Nups (FGNups) are attached to the nuclear scaffold via coiled-coil motifs in their non-FG domains (Dultz et al., 2008) . Their long unstructured polypeptide FG chains extend into the central channel, creating a hydrogel-like polymer brush that acts as a selectively permeable barrier for transport of proteins and other biomolecules (Floch et al., 2014; Frey et al., 2006; Lemke, 2016) .
Molecules smaller than ~40 kDa can migrate freely through the NPC via passive transport (Timney et al., 2016; Wente and Rout, 2010) , whereas larger molecules require active transport mediated by interactions between nuclear transport receptors and Nups to pass through the central channel of the NPC (Frey and Gorlich, 2007; Frey et al., 2006; Labokha et al., 2013; Petri et al., 2012) . During nuclear import, cargo is released into the nucleus when its transport receptor interacts with intra-nuclear RanGTP. Correspondingly, during nuclear export, cargo is released into the cytoplasm upon hydrolysis of RanGTP to generate RanGDP. As illustrated by this cycle, the nucleocytoplasmic gradient of RanGTP and RanGDP is essential for defining the directionality of nucleocytoplasmic transport (Dasso and Pu, 1998; Floch et al., 2014; Moore and Blobel, 1994) , and disruption of the Ran gradient can cause toxicity and cell death (Hetzer et al., 2002) . Nucleocytoplasmic transport has been shown to be disrupted in neurons in several neurodegenerative diseases, including C9orf72-mediated amyotrophic lateral sclerosis and frontotemporal dementia (ALS/FTD) (Freibaum et al., 2015; Jovicic et al., 2015; Zhang et al., 2015) and Huntington's disease (Gasset-Rosa et al., 2017; Grima et al., 2017) , as well as in normal human aging (D'Angelo et al., 2009; Kelley et al., 2011; Lord et al., 2015; Mertens et al., 2015; Snow et al., 2013) . In the case of C9orf72-mediated ALS/FTD, intronic hexanucleotide repeats within C9orf72 produce RNA with expanded GGGGCC (G4C2) repeats that interact directly with RanGap1 (Zhang et al., 2015) , whereas in Huntington's disease, intranuclear huntingtin inclusions interact with both Nup62 and RanGap1 (Grima et al., 2017) . Changes in nuclear membrane morphology (Sheffield et al., 2006) , mislocalization of some transcription factors from the nucleus to the cytoplasm (Ke et al., 2012; Lu et al., 2014) and Ran reduced expression have also been reported in postmortem tissues from AD cases (Mastroeni et al., 2013) , suggesting that analogous defects to those described in C9orf72-mediated ALS/FTD and Huntington's disease might occur in AD. However, the involvement of tau in these potential defects, as well as its more general role in nucleocytoplasmic transport, have not been studied.
Here we show that phospho-tau-positive cells in human AD and tau transgenic mouse brains, as well as in cellular models of tau-related AD neuropathology, have an impaired nuclear transport. Indeed, we found that tau can interfere with NPC integrity in different ways. Tau directly interacts with the nucleoporin Nup98 in vitro, leads to cytoplasmic mislocalization of Nup98 in neurofibrillary tangles (NFTs) and in neurons with somatic phospho-tau in vivo, and induces a disruption of the nuclear pore complex distribution in the nuclear membrane. Consequently, we observe failure of nuclear pore transport and diffusionbarrier properties, with changes in pore permeability to inert test molecules (dextrans) of various sizes, as well as alterations in active protein import and export including Ran, an endogenous protein whose localization is known to be sensitive to NPC dysfunction. We further show that tau and Nup98 directly interact as assessed by co-immunoprecipitation from human AD brain tissue, and surface plasmon resonance (SPR) of recombinant proteins. In addition, in vitro experiments show that Nup98 triggers tau aggregation and accelerates tau fibrillization, and thereby possibly contributes to tau aggregation and tangle formation/ stabilization in neuronal somata in AD and tauopathy brains.
In summary, we provide in vivo and in vitro evidence for a pathogenic model in which accumulation of tau in the somatodendritic compartment, as occurs in AD and tauopathies, increases the tau concentration in the perinuclear space and enables abnormal interaction of tau with Nups, which in turn leads to impairment in nucleocytoplasmic transport of biomolecules. These tau:Nup interactions may induce a pathological disruption of NPC function and contribute to tau-induced neurotoxicity. Targeting this pathway could provide a new therapeutic strategy for AD and similar neurodegenerative diseases.
RESULTS

Phospho-tau leads to abnormal distribution of FG-domain nucleoporins in AD brains
To test the hypothesis that tau interacts with components of the nuclear pore and leads to its functional impairment ( Figure 1A) , we first examined the distribution of tau and NPC components in postmortem hippocampal tissue from control and AD patients using immunofluorescence ( Supplemental Table 1 ). An abnormal, irregular distribution of NPCs in the nuclear membrane has previously been described for AD brain tissue (Sheffield et al., 2006) . Using a NPC marker, NPC [414] , that recognizes the FXFG repeats (FG domains) in several nucleoporins, including Nup62 but not Nup98, we found a homogeneous rim-like labeling of the nuclear membrane in human control brains ( Figure 1B) . In AD brains, the nuclear membrane NPC[414] staining was irregular and revealed a disturbed nuclear morphology with a crinkled appearance and invagination of the nuclear membrane, and a strongly reduced membrane staining compared to controls ( Figure S1A ). Instead, FG-Nups ( Figure 1B ) and Nup62 ( Figure S1A ) occurred in the cytoplasm, suggesting a soma mislocalization. In hippocampal neurons without obvious NFTs, phospho-tau (detected with a mix (phospho-tau mix) of antibodies against phospho-tau epitopes pT181, pS199, pT205, pT231, and pS409) frequently colocalized with NPC[414] at the nuclear membrane ( Figure  1B) . Interestingly, the nucleoporin Nup133, which is an integral part of the NPC scaffold and lacks FG-domains, showed neither cytoplasmic mislocalization nor a decrease in nuclear membrane staining in AD tissue ( Figure S1A ), suggesting that FG-domains may be relevant for missorting of nucleopore components.
Cytoplasmic phospho-tau drives Nup98 into the cytosol
The aberrant presence of FG-Nups in the neuronal cytosol of AD neurons led us to hypothesize that tau may interact with components of the NPC, presumably Nups with FGdomains (FG-Nups), and induce their release from the nuclear membrane. To test this hypothesis, we focused on Nup98, which is one of the most abundant Nups and has the highest FG-content (Schmidt and Görlich, 2015) . Nup98 is normally found on the cytoplasmic and nucleoplasmic edges of the NPC (Iwamoto et al., 2010; Powers et al., 1997) . In human control hippocampi, Nup98 was distributed evenly in the nuclear membrane of large neuronal nuclei (Figure 2A , Figure S1B ), but smaller glia cell nuclei did not show strong Nup98 staining. The typically homogenous distribution of Nup98 in the neuronal nuclear membrane was severely disrupted in AD brains and Nup98 mislocalized to the cytoplasm in neurons having somatic phospho-tau (phospho-tau mix, pT205, pT231, or PHF1; Figure 2A ,B,C,D) or misfolded tau (Alz50; Figure S1C ). In some NFTs, a substantial amount of Nup98 appeared to be depleted from the nuclear membrane and present in the cytoplasm, often colocalizing with NFTs. Interestingly, another FG-Nup, Nup54, did not show overt missorting into the cytoplasm, nor depletion from the nuclear membrane in AD hippocampal neurons (Figure 2E ,S1D). Additionallly, the nuclear Nup Pom121 retained its normal localization in the nucleus. These data argued against a general disassembly of NPCs and release of their constituents in AD neurons with phospho-tau, but rather suggested that the depletion from the nuclear envelope and the mislocalization into the cytosol was specific for a subset of Nups, including Nup98 and Nup62.
Free Nup98 can promote Tau aggregation and filament assembly in vitro
The C-terminal part of Nup98, which is normally located within the NPC scaffold and not accessible to proteins in the cytosol, is highly negatively charged ( Figure S2A ). Because tau aggregation is triggered by polyanionic macromolecules, for example by heparin and RNA (Kampers et al., 1999; Kampers T, Friedhoff P, Biernat J, Mandelkow EM and E., 1996; Ramachandran and Udgaonkar, 2011) , we tested whether the presence of free polyanionic Nup98 C-termini (Nup98-C; aa 645-911, Iso-electric point 4.99) could enhance tau aggregation and fibrilization in vitro. To assess the effect of Nup98 on tau aggregation, we incubated full-length 2N4R wild-type tau (WTtau) or mutant P301Ltau for several days in the presence of Nup-C, then assessed fibril formation by monitoring the fluorescence of the amyloid dye thioflavin S (ThioS) and by electron microscopy (EM) ( Figure 3A , S2B, S2C). In the presence of heparin (0.04 mg/ml), recombinant C-terminal Nup98 (2 μM) significantly promoted tau (8 μM) fibril assembly ( Figure S2B ). Even in the absence of heparin, a condition in which tau does not normally form fibrils, Nup98 strongly catalyzed tau fibrilization in a concentration and time-dependent, heparin-independent manner ( Figure  3A , S2D, S3). In the absence of heparin, neither Nup98 nor tau formed fibrils individually ( Figure S3 ). For these experiments, we kept the concentration of recombinant tau (tau-p0; WT or P301L) constant (10 μM or ~0.4 mg/mL) and added Nup98-C at different molar ratios of Nup98-C:tau (1:27 [0.3 μM], 1:8 [1 μM], and 1:4 [2 μM]) ( Figure 3A , S3). At higher concentrations (Nup98:tau 1:4; Figure 3A ), Nup98 promoted the aggregation of WTtau and P301Ltau, and at lower molar concentrations (Nup98:tau 1:8), Nup98 still effectively induced fibril assembly of P301L tau but not WT tau. We also were interested in examining the interaction of full-length Nup98 with tau in the aggregation assays. However, although we were successful in the recombinant expression and purification of the C-and Nterminal half of Nup98 for the various assays (see also Fig 4 below) , we were unable to purify the expressed full-length Nup98 properly, and thus have been unable to gather an appropriate full length Nup98 for the aggregation and other assays.
To analyze if both tau and Nup98 aggregate in this system, or if Nup98 only induces tau aggregation, but stays soluble, we analyzed the insoluble (pellet after centrifugation at 90000 × g for 40 minutes at 4°C) and soluble (supernatant) fractions of the tau:Nup98 aggregation assays by Western blot ( Figure 3B ). In samples with apparent tau aggregation (ThioS+ and fibrils in EM images), tau and Nup98 were found only in the insoluble fraction, whereby both aggregated Nup98 and tau appeared as HMW smear, indicating that Nup98 also had aggregated in these samples. Under similar conditions, Immuno-EM with gold particle labeled tau (6 nm gold) and Nup98 (12 nm gold) suggested that Nup98 was integrated into the tau fibrils ( Figure S2E ). Furthermore, when we immunoprecipitated Nup98 from total AD brain lysate ( Figure S2F ,G) conrtaining aggregated HMW tau, we found that both HMW tau and distinct monomeric full-length and truncated tau species interacted with Nup98. These data indicate that Nup98 can facilitate tau aggregation and also co-aggregates with tau in the cytosol, consistent with the observed tau-induced "sequestration" of Nup98 into the cytosol and the co-localization of Nup98 with intracellular phospho-tau in AD.
Phospho-tau colocalizes with Nup98 and Nup62 at the nuclear membrane
To evaluate if tau also interacts with nucleoporins anchored in intact NPCs in the nuclear membrane, we isolated nuclei from AD and control brain and performed high resolution optical sectioning microscopy (Matevossian and Akbarian, 2008) (Figures 4A, S4A ). 3Drendered Z-projections allowed the colocalization analysis of phospho-tau (phospho-tau mix) with Nup98 and Nup62 (NPC[414] ) in the nuclear membrane. Hippocampal nuclei from control brains showed a faint phospho-tau staining at their membrane, which only occasionally colocalized with NPCs ( Figure 4B ,C). In contrast, hippocampal nuclei from AD brains contained substantially more phospho-tau on the nuclear surface ( Figures 4D) , where phospho-tau colocalized with Nup98 ( Figure 4E ). We also found that the number of NPCs distributed in the nuclear membrane was significantly reduced in AD cases compared to controls ( Figure 4F ). In nuclei from visual cortex, a brain region having less pathologically hyperphosphorylated tau in AD, we still observed a small amount of phospho-tau associated with NPCs ( Figure S4B ), suggesting that low amounts of cytoplasmic phospho-tau may be sufficient to interact with NPCs. Taken together, these data suggest that, in disease conditions, cytoplasmic phospho-tau could directly interact with Nups in the nuclear membrane.
Phospho-tau interacts directly with the FG-domain of Nup98
Tau and Nup98 both have domains with similar high propensities for disorder as predicted by the DISPROT algorithm (Obradovic et al., 2003; Peng et al., 2005) ( Figure S2A ). Intrinsically disordered proteins (IDPs) have a propensity to interact with multiple binding partners through their ID domains (Lemke, 2016; Schmidt and Rohatgi, 2016; Wright and Dyson, 2015; Wu et al., 2017) . To determine whether tau, which is also intrinsically disordered, directly interacts with Nup98, we employed surface plasmon resonance (SPR; (Kapinos et al., 2014; Wagner et al., 2015) . Recombinant phosphorylated human tau (tau-p12; in average 12 phosphorylated sites; produced in Sf9 insect cells; Tepper et al., 2014) or non-phosphorylated tau (tau-p0; produced in E. coli) was flowed in increasing concentrations over surface-tethered N-terminal FG-domains of Nup98 (Nup98-FG; aa 1-498) and Nup62 (Nup62-FG; aa 1-240). An increase in binding response (RU) corresponded to increased tau:FG-domain binding ( Figure S5A ). Phospho-tau appeared to directly interact with Nup98-FG ( Figure 4G ), and to a lesser degree with Nup62-FG ( Figure S5B ). Nonphosphorylated tau-p0 did not bind to Nup98-FG or Nup62-FG under these conditions, emphasizing the importance of phosphorylation or conformation of tau in its interaction with FG-Nups. The phosphorylation of tau-p12 has previously been shown to be similar to tau found in AD brains (Mair et al., 2016) . At low concentrations, phospho-tau bound to Nup98-FG and Nup62-FG, but detached from the Nup layer upon reaching a critical concentration of ~250 nM to ~1 μM, accompanied by the return of the FG-domain layer height to its initial value ( Figures 4H and S5B ). This suggested that phospho-tau either aggregates or transitions to a higher order oligomerization state, which results in the detachment from the FG-Nup layer (Vovk et al., 2016) . We next tested whether the binding of tau-p12 was specific to the phenylalanine residues in Nup98 by using mutant Nup98 (Nup98-S), in which all phenylalanines have been replaced by serines. Interestingly, the lack of phenylalanines did not significantly reduce the tau-p12 interaction with Nup98-S ( Figures 4G,H) . However, the tau-p12 interaction appeared to be specific for the N-terminal FG-domain of Nup98, it did not interact with the highly negatively charged C-terminal domain of Nup98 ( Figure 4I ); the C-terminal half of Nup98 is normally located within the NPC scaffold and not accessible ( Figure S2A ). Notably, tau-p12 did not interact with Nup133, a non-FG-Nup (and not cytoplasmically mislocalized in AD, Figure S1A );, in this assay, suggesting that the interaction between tau and Nup98 may to some extend be facilitated by the FG-domains or other features of the N-terminus of Nup98 ( Figure S5C ).
To test if an interaction between phospho-tau and Nup98 also occurred in AD brain, we performed immunoaffinity purification (using HT7 anti human tau antibody) of soluble tau isolated from a high molecular weight fraction from a size exclusion column (Takeda et al., 2015) of homogenate from AD brains, and probed it for the presence of Nup98 by Western blot. Using this approach, we detected small amounts of Nup98 bound to HMW tau in AD brain ( Figure 4J ). .
NPC functional loss: Phospho-tau disrupts the NPC diffusion barrier in AD
In AD and tauopathies, the missorting of the otherwise mostly axonal microtubule associated protein tau to the somato-dendritic compartment (Li et al., 2011; Thies and Mandelkow, 2007) enables its interactions with Nups in NPCs of the nuclear membrane. Our model suggest that this could induce the missorting of FG-Nups into the cytosol. We next tested whether the presence of phospho-tau in the somatodendritic compartment also leads to a functional impairment of nuclear pores. Uncompromised NPCs build a diffusion barrier across the nuclear membrane that excludes free passing of molecules larger than ~40 kDa (Alber et al., 2007; Rabut et al., 2004; Timney et al., 2016; Weis, 2003) . The integrity of this NPC diffusion barrier can be evaluated using a nuclear dextran size exclusion assay (D'Angelo et al., 2009; Lenart et al., 2003) , in which low molecular weight (25 kDa) dextran is expected to freely traverse NPCs and fill the nucleus, whereas higher molecular weight (e.g., 70-kDa and 500-kDa) dextrans should be excluded from the nucleoplasm when the NPCs are intact ( Figure S6A ). We tested the permeability of whole nuclei isolated from human brains at Braak (Braak and Braak, 1991) stages I (=control), III (=mild AD), and VI (=severe AD) using fluorescent dextrans of different sizes (25-kDa, 70-kDa, and 500-kDa dextran) and compared their diffusion into the nuclei ( Figures 5A, 5B ). Because it is smaller than the ~40 kDa diffusion barrier threshold of intact NPCs, 25-kDa dextran filled the nucleus in control and AD brain nuclei ( Figure S6B ). However, hippocampal nuclei of Braak III and advanced Braak VI AD brains showed influx of the 70-kDa dextran and partial filling with 500-kDa dextran, demonstrating that these nuclei had a "leaky" NPC diffusion barrier (Figures 5A). Nuclei isolated from cerebellum, a brain region with minimal to no tau pathology even in advanced AD, excluded 70-kDa and 500-kDa dextran molecules, as did the vast majority of nuclei from control brains. These results suggest that NPC function becomes compromised in AD, and that NPC dysfunction may accompany the progression of tau pathology. Note that the nuclear preparations included both neuronal and glial nuclei and therefore our analysis may underestimate the percent of "leaky" neurons.
Cytosolic phospho-tau disrupts the nucleocytoplasmic Ran distribution in AD
Next, to assess the effect of tau on active nucleocytoplasmic transport of proteins, we examined the nuclear:cytoplasmic ratio of Ran protein, which can be used as an indicator of well-controlled transport of proteins and other biomolecules in and out of the nucleus (Dasso and Pu, 1998; Grima et al., 2017; Zhang et al., 2015) . To determine whether Ran is abnormally distributed in AD neurons with aberrant cytosolic tau, we immunofluorescently labeled Ran and phospho-tau (phospho-tau mix) in human AD and control hippocampal tissue ( Figure 5C ). In control hippocampal tissue, Ran showed a predominantly diffuse nuclear staining. In contrast, in AD brains, the nuclear Ran staining intensity was significantly diminished, presumably due to its mislocalization to the cytoplasm ( Figure  5D ). These Ran disruptions occurred predominately in phospho-tau-positive neurons.
To investigate whether soluble non-aggregated tau in the cytosol was contributing to the observed Ran disruptions in AD, we transfected cortical primary neurons with full-length wildtype tau (wtTau; 441 aa) or mutant P301Ltau, which is a pro-aggregating mutant of tau that is associated with familial frontotemporal dementia (FTDP-17; Figure S6C , S6D). Interestingly, a similar decrease in nuclear:cytoplasmic Ran ratios was observed for both wttau and P301Ltau, and we confirmed the presence of phospho-tau in these neurons by Western blot of cell lysates ( Figure S6E ). It appears that the presence of human pospho-tau in the cytosol is sufficient to initiate the Ran gradient deficits, even in absence of aggregation. This finding is in line with our SPR experiments, in which full-length tau-p12 binds to Nups. However, at this point we cannot clearly distinguish whether high tau levels (due to tau overexpression) or the presence of phospho-tau in the cytosol is driving the NPC functional impairment.
We then tested whether soluble tau could impact NPC function as well. We treated primary cultured murine neurons with a high molecular weight (HMW) protein fraction isolated by size exclusion chromatography (SEC; Superdex 200 column) from human AD brain. This fraction contained soluble, oligomeric, highly phosphorylated tau that can be taken up by neurons in culture and then remains in the soma for days (Takeda et al., 2015) . Other taucontaining brain lysate SEC fractions from AD or control brains are not taken up by neurons (Takeda et al., 2015) . Remarkably, the addition of AD brain-derived HMW protein caused rapid Ran mislocalization in primary neurons compared to untreated control neurons (Figures S6F, G) . These data suggest that soluble non-aggregated tau as well as even small amounts of soluble pathological tau in the cytoplasm might be sufficient to impact nucleocytoplasmic transport in neurons. Interestingly, neurons overexpressing the repeat domain fragment of tau, tauRD, did not show Ran impairments in absence of HMW AD protein ( Figure S6F ). These data indicated that a part of tau that is missing in tauRD (the Nterminal half or the C-terminal end) are involved in the binding and functional impact of tau on NPCs. The Ran deficit observed in neurons expressing tauRD and treated with HMW AD protein appears to be caused the tau that was taken up.
Tau impairs active nuclear import and export in neurons
To explore the effect of tau on nuclear pore function in more detail, we developed assays to monitor active nuclear import and export of fluorescent reporter proteins in neurons. First, we expressed the fluorescent nuclear import reporter NLS:tdTomato:NES (NLS, nuclear localization signal; NES, nuclear export signal (Zhang et al., 2015) ) in neurons and then treated them with the Alexa647-labeled HMW AD protein fraction for 24 h, 48 h, or 72 h. In Eftekharzadeh et al.
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Author Manuscript healthy neurons, active nuclear import causes the NLS-tagged tdTomato to rapidly shuttle into the nucleus ( Figure 6A ), which leads to a complete fluorescence recovery after photobleaching (FRAP) of tdTomato in the nucleus. However, we found that neurons that had taken up tau into the cell body showed significantly reduced FRAP compared to untreated neurons (Figures 6A, 6B; ~ 50% decrease) after 24 h. However, no further decrease in the FRAP was observed after 48 h and 72 h, suggesting that tau-mediated nuclear import impairments occurred in the first 24 h after the uptake of tau, and persisted for at least 2 days.
We then tested if nuclear protein export was also impacted by tau. Expressing the construct 2xGFP:NES-IRES-2xRFP:NLS in neurons leads to the stoichiometric production of 2xRFP:NLS in the nucleus and 2xGFP:NES in the cytosol Figure 6C ). In neurons treated with AD brain-derived HMW protein, we detected RFP and GFP in the nucleus after 24 h ( Figure 6D ), indicating rapid defects in nuclear protein export. Furthermore, RFP was detected in the cytosol after 48 h, consistent with nuclear protein import defects. These data revealed that uptake of HMW tau from AD brain was sufficient to functionally impair both the protein import and export functions of the NPC.
Tau aggregation causes NPC impairment in tau transgenic mice
To extend these observations in vivo, we next evaluated the nuclear integrity in two tau overexpressing mouse lines. We analyzed the brains of human wild-type tau expressing mice (rTg21221; Hoover et al., 2010; Jackson et al., 2016) that have increased tau phosphorylation but no tangle formation or neuronal loss, even at advanced age, and compared them to mice expressing human FTD-mutant P301Ltau at similar levels (rTg4510; (Santacruz et al., 2005) , which develop extensive tau neurofibrillary tangle pathology and severe neuronal loss in the hippocampus and cortex starting at ~9 months.
Using the dextran permeability assay, we found that nuclei isolated from 14-month-old wildtype and rTg21221 mice excluded both 70-kDa and 500-kDa dextran dyes, whereas nuclei from age-matched rTg4510 mice showed influx of the 70-kDa dextran and partially of the 500-kDa dextran, demonstrating nuclear leakage of rTg4510 nuclei similar to hippocampal AD nuclei ( Figure S7A , Figure 5A for human nuclei).
Furthermore, in immunolabeled brain sections, rTg4510 (14 month-old) neurons with aggregated phospho-tau in the soma showed Ran depletion from the nucleus; Ran occasionally colocalized with tau in the soma (Figure 7A ,7B). rTg21221 mice showed neuronal Ran alterations only in a few neurons, suggesting that nuclear Ran depletion in vivo is not merely linked to the overexpression of human tau, but is specific to the presence of misfolded or aggregated tau in the soma. To test the possibility that the observed nuclear Ran depletion is non-specifically associated with neurodegeneration, we also analyzed transgenic mice that express human APP and develop robust Aβ-plaque pathology and gliosis in hippocampus and cortex (APP/PS1; Radde et al., 2006) . APP/PS1 mice showed no alterations in nuclear Ran in hippocampal neurons ( Figure 7A,7B) .
Interestingly, the observed Ran alterations in rTg4510 mice appeared to correlate with the mislocalization of Nups into the cytoplasm in these mice. In brain sections from the same mice immunolabeled for Nup98 (anti N-terminal Nup98) and phospho-tau, only rTg4510 mice had cytoplasmic Nup98 accumulations and severe irregularities in the nuclear shape, characterized by loss of circularity and nuclear membrane folds ( Figure S7B ). We were also able to confirm the presence of Nup98 in the cytosol of hippocampal rTg4510 neurons using a C-terminal-specific Nup98 antibody, indicating that full-length Nup98 protein -and not only the FG-domain harboring N-terminal half -was present in the cytosol and in tau aggregates ( Figure S7C ).
Soluble phospho-tau reduction can restore NPC impairment in mice
Because Nup98 mislocalization to the cytoplasm and colocalization with tau occurred in rTg4510 mice but not in wild-type mice, we reasoned this effect could be due to an interaction of Nup98 with fibrillar tau and/or with a soluble tau present in the soma. We tested if the removal of soluble human P301Ltau and attenuation of tau aggregation in rTg4510 mice could prevent Nup98 mislocalization and Ran gradient deficits in these mice.
In both rTg4510 and rTg2122 mice, the expression of the human tau transgene can be suppress by doxycycline (DOX) (Devos et al., 2018; Santacruz et al., 2005) . 6 month-old rTg4510 mice, that had pronounced phospho-tau but minor hippocampal tangle pathology, were treated with DOX (food) for 6-months, so that soluble tau was rapidly removed, and relatively few tangles were still present after 6 months of treatment (Santacruz et al., 2005) . At 12 months of age, untreated rTg4510 mice showed severe cytoplasmic Ran mislocalization (~25% nuclear Ran intensity compared to WT; Figure 8A , 8B). Strikingly, DOX treatment rescued the nuclear localization of Ran back to control levels, and Nup98 reappeared in the nuclear membrane, even in the neurons that still contained tangles. Moreover, although Nup98 reappeared in the nuclear membrane after tau suppression, it was still possible to detect Nup98 in neurofibrillary tangles ( Figures 8A, 8C ), suggesting that this may be a long lived stable complex. These findings suggest that soluble misfolding phospho-tau was mainly responsible for Nup98 displacement from NPCs and nucleocytoplasmic transport deficits observed in rTg4510 mice.
Reduction of Nup98 decreases NPC defects in neurons
We showed that mislocalized Nup98 accumulations in the perinuclear space co-occur with tau pathology in AD. To determine whether Nup98 is directly contributing to tau-induced nucleocytoplasmic transport disruption and Ran mislocalization in a disease-relevant model, we tested whether the knockdown of Nup98 via lenti-viral shRNA can affect the Ran nuclear: cytoplasmic ratio in primary neurons from human tau P301Stau expressing transgenic mice (PS19 line; Figure S8 ). Prior to Nup98 knock-down with shRNA, the neurons were treated with the soluble fraction of total brain homogenates from control or AD brains to enhance the amount of aggregated tau in the soma. In neurons that received AD lysate, the nuclear:cytoplasmic Ran ratio was significantly reduced by ~50% ( Figure  S8A,C) . Surprisingly, anti-Nup98 shRNA treatment (which reduced Nup98 by ~70%; Figure  S8B ) of neurons with AD lysate rescued the Ran ratio reduction almost completely to a level observed in neurons treated with control lysate ( Figure S8C ). This indicated that a reduction of Nup98 could possibly prevent AD tau induced disruption of the Ran gradient in primary neurons. 
Author Manuscript
DISCUSSION
Substantial evidence suggests that alterations in nucleocytoplasmic transport contribute to familial forms of several neurodegenerative diseases (Basel-Vanagaite et al., 2006; Gasset-Rosa et al., 2017; Grima et al., 2017; Kaneb et al., 2015; Zhang et al., 2015) . Furthermore, in vitro and in vivo models of these diseases are consistent with age-related deterioration of NPCs and the loss of nuclear integrity (D'Angelo et al., 2009; Kelley et al., 2011; Lord et al., 2015; Mertens et al., 2015; Snow et al., 2013) . In AD, observations of irregularities in nuclear morphology have suggested a contribution of nuclear dysfunction to pathophysiology (Sheffield et al., 2006) , although the underlying mechanism has remained unexplored. A pathophysiological role of tau in and at the nucleus has been suggested (Fernandez-Nogales et al., 2014; Loomis et al., 1990; Sultan et al., 2011; Violet et al., 2014) , although it has remained unknown whether nucleocytoplasmic transport defects are linked to tau pathology in AD.
Our study provides multiple lines of evidence that pathological tau directly interacts with components of the NPC that can accelerate aggregation and fibrilization of tau in the cytoplasm, and disrupts NPC structure and function. We demonstrate that full-length tau can interact with Nup98 and to a lesser extent with other FG-Nups, such as Nup62, in postmortem AD cases, in transgenic mouse models, and in vitro. We also show evidence of NPC structural defects, including Nup98 pathology, and functional impairments, including Ran mislocalization, alterations in fluorescent protein trafficking, and defects in dextran exclusion, in phospho-tau-positive cells from AD patients, rTg4510 transgenic mice, and primary neurons. Since neurons that take up exogenous AD brain derived tau have altered nuclear cytoplasmic ran distribution, our study suggests that the presence of pathophysiological tau directly disturbs NPC function and integrity, consequently altering both nuclear protein export and import. In cells transfected with full-length wild-type or P301L tau, soluble tau also caused disruption in the Ran gradient. Soluble tau appeared to be sufficient to cause this phenotype, as introduction of soluble tau derived from AD cortex caused NPC alterations, and tau transgenic mice treated with DOX to suppress expression of soluble tau were efficiently rescued from tau-induced Ran and Nup98 alterations despite the continued presence of neurofibrillary tangles. The neurons with neurofibrillary tangles remaining after DOX treatment appeared to have Ran restored to the nucleus and Nup98 incorporated into the nuclear membrane, although a portion of Nup98 remained localized to neurofibrillary tangles. Tau and Nup98 co-immunoprecipitated in a complex from concentrated human AD brain fractions, and tau interacted in a phosphorylation-dependent manner with the N-terminal FG-domain of Nup98, and to a lesser extent with FG domains of Nup62. Additionally, using an in vitro tau fibrilization assay, we observed that the negatively charged Nup98 C-terminal domain strongly enhanced tau fibril formation in a heparin-independent manner. The catalytic role of C-terminal Nup98 on tau fibril assembly was independent of tau phosphorylation and was more effective with P301L tau. These results are consistent with a model in which neuronal conditions that bring tau in close proximity to the perinuclear space, such as hyperphosphorylation and missorting of tau in AD, would enable tau interaction with FG-Nups and therefore trigger NPC malfunction.
Although the consequences of morphological alterations in the NPC have not been studied directly in AD, several previous studies support our data. For example, multiple transcription factors, including the aging-related protective RE1-silencing transcription factor (REST), become mislocalized from the nucleus to the cytoplasm in AD, FTD, and Lewy body dementia (Lu et al., 2014) . TDP-43, which is also involved in transcription and splicing, mislocalizes to the cytoplasm and aggregates in the neuronal cytosol in ALS, FTD, and AD (Amador-Ortiz et al., 2007; Freeman et al., 2008; Winton et al., 2008) . Interestingly, the splicing factor proline and glutamine-rich (SFPQ), which regulates MAPT exon 10 splicing in the nucleus, accumulates in the cytoplasm in the presence of pathological phospho-tau in AD and FTD (Ishigaki et al., 2017; Ke et al., 2012) . We previously demonstrated that the mislocalization of TDP-43 in C9orf72-mediated ALS/FTD may be a consequence of defective nuclear import (Zhang et al., 2015) . The current study suggest that the mislocalization of these proteins in human AD and tauopathy transgenic mouse model may be a consequence of tau-mediated nucleocytoplasmic transport disruption.
Given that Nup98 is responsible for the GDP/GTP exchange of Ran as well as the termination of nuclear import (Fontoura et al., 2000) , Nup98 disruption could precipitate abnormal Ran distribution. Additionally, as Nup98 is directly involved in mRNA export (Blevins et al., 2003) , the sequestration of Nup98 may also further link tau aggregation to the growing evidence that several RNA-binding proteins may contribute to tau pathology observed in AD and other tauopathies (Maziuk et al., 2017; Vanderweyde et al., 2016) . Indeed, tau aggregation and stress granule formation are closely connected (Vanderweyde et al., 2016) . Notably, we recently provided evidence of concomitant dysregulation of stress granule dynamics and nucleocytoplasmic transport (Zhang et al., 2018) . Future studies unraveling the interplay between tau-induced NPC malfunction and altered stress granule dynamics in tauopathies (Vanderweyde et al., 2016 ) may lead to a better understanding of the etiology of nuclear transport defects in AD and other tauopathies.
Data from SPR experiments demonstrate that the FG domains of Nup98 and Nup62 do not interact with non-phosphorylated tau. In contrast, a phosphorylated version of tau, tau-p12, can readily bind and accumulate within FG domain layers formed by either of these proteins. The interaction between Nup98 and tau-p12 is facilitated by the disordered N-terminal FG domains of Nup98, although the exact nature of their interaction remains unclear. Indeed, replacing phenylalanine (Nup98-F) with serine (Nup98-S) did not abrogate their interaction. It is plausible that tau-p12 binds the FG domains in a manner that differs from that of nuclear transport receptors (e.g., importin-beta; (Kapinos et al., 2014) ) to promote aggregation at the NPC. Earlier studies showed that in vitro assemblies of the N-terminal Nup98 FG domain can self-assemble into a polymer brush-like layer that exhibits a selectivity similar to intact NPCs (Kowalczyk et al., 2011; Gorlich, 2015) (Ando et al., 2014; Osmanović et al., 2013) . Since phospho-tau (which also can form a polyelectrolyte brush (Wegmann et al., 2013)) in the cytosolic vicinity of the nuclear membrane affects the selectivity of the NPC, it is possible that the interaction of tau with the polymer brush formed by Nup98 (and other FG-Nups) impairs its selective transport barrier properties. We speculate that cytosolic phospho-tau might impair cellular NPCs by crosslinking and inducing aggregation of the pore's FG-Nups. We note that the Nup98 Cterminal domain can promote tau fibrillization, and that the N-terminal FG-domain of Nup98 physically interacts with phosopho-tau. This finding may suggest a model in which the N terminus of Nup98 directly interacts with tau, providing an anchor in which the highly negatively charged C-terminal domain of Nup98 can catalyze even more fibril formation. The N-terminal domain physically tethers the two proteins, allowing the negatively charged C-terminal to neutralize the lysines in tau in a manner similar to heparin (Ramachandran and Udgaonkar, 2011).
Deposits of cytoplasmic protein aggregates may interfere with nuclear import and export (Woerner et al., 2016) and can lead to neuronal death (Woerner et al., 2016) . The impairment of nucleocytoplasmic transport in response to stress granule induced cytoplasmic aggregates (Zhang et al., 2018) as well as aberrant cytosolic tau accumulation highlights a potentially common toxic mechanism in protein aggregation diseases, in which protein aggregates disrupt the integrity of NPCs, impair neuronal nucleocytoplasmic transport, and ultimately lead to neurodegeneration. Similar phenomenon has been observed in TDP-43 ALS/FTD models, where mislocalized cytoplasmic aggregates of TDP-43 were found enriched for nuclear pore complex components and nucleocytoplasmic transport. The aggregated protein sequestered and mislocalized nucleoporins and transport factors, which impaired the nuclear import and RNA export in neurons (Chou et al., 2018) .
Taken together, our data provide an unconventional mechanism for tau-induced neurodegeneration. Our studies indicate that tau-induced impairments of nucleocytoplasmic transport can occur upon accumulation of soluble phospho-tau in the neuronal soma or by mutant tau misfolding in AD and FTD, possibly even without overt tau aggregation in neurofibrillary tangles. Our study provides new biological understanding of tau fibril formation and also pathophysiological mechanisms that could be targeted for potential therapeutic interventions. These data suggest that strategies that reduce tau, or prevent tau interactions with Nup98, could not only restore nucleocytoplasmic transport but also decrease tau aggregation, and may therefore be promising therapeutic approaches for AD, FTD, and other neurodegenerative diseases.
institutional review boards. Human patient demographic information for control and AD is provided in Table S1 .
AD and control human cases-All control and AD human brain samples used in this study are from age and sex matched individuals that were classified into Braak stages (I-VI) based on their pathological tau accumulation. Given that tau accumulation can be observed in the normal aging process, we used Braak I cases without cognitive impairments as controls. Additionally, each patient was pathologically characterized based on their Thal phase for Abeta plaques, and CERAD neuritic plaque score, as previously described (https:// www.ncbi.nlm.nih.gov/pmc/articles/PMC3268003/).
AD and FTD mouse models-For
all experiments, mice from both genders were used, group housed in standard cages under a 12 hr light/dark cycle with ad libitum access to water and food. Center for comparative medicine (CCM) in Mass General Hospital (MGH) was the centralized provider of veterinary medical care and research animal support. RAR ensured that mice are regularly checked for standard pathogens and health status. Health reports can be provided upon request. All mice had a standard specific-pathogen-free (SPF) and immune status.
rTg4510, rTg21221 and APPPS1 mice-rTg4510, rTg21221, and APP/PS1 transgenic mice and their control littermates were obtained from breeding colonies maintained at McLaughlin Research Institute in Montana. All offsprings were genotyped using tail DNA.
rTg4510 mice overexpress human mutant P301Ltau (0N4R) under the CamK2a promotor, which leads to a a brain-wide overexpression (~10-fold) of P301Ltau in excitatory neurons and pronounced tau phosphorylation and NFT formation in the hippocampus and cortex from the age of ~9 months. The tau transgene is inserted in a Tet-repressible operon so that doxycycline treatment (food) dramatically reduces the expression of tau in the forebrain of these animals (SantaCruz, 2005) . rTg21221 mice express human wildtype tau (0N4R) under the same promotors and at similar levels as rTg4510s, and also under a Tet-repressible operon (Hoover et al., 2010) . These mice develop tau hyperphosphorylation but no tau aggregation from ~12 months of age. APP/PS1 mice contain transgenes for human APP and bearing the "Swedish" mutation (K595N/M596L) and for PSEN1 containing the L166P mutation, both under the control of the Thy1 promoter. In these mice, expression of the human APP transgene is approximately 3-fold higher than endogenous murine APP (Radde et al., 2006) . APP/PS1 mice develop amyloid-plaques in the cortex and hippocampus from ~6 months. Non-transgenic littermates were used as controls for APP/PS1 mice, and Tetoperon positive but tau transgene negative mice were used as controls for rTg4510 and rTg21221 mice.
14-month old transgenic mice and their control littermates were used for immunofluorescence studies of Ran and Nup98. 6-month old rTg4510 mice were used for the Dox treatment study and were treated (chow containing 200 mg/kg doxycycline (Harlan Teklad, South Easton, MA) for 6 months and then were used for the immunofluorescence studies. To harvest the brains, all mice were anesthetized and transcardially perfused with phosphate-buffered saline (PBS). The left half of the brains were post-fixed for ³48 h in 4%- 
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Author Manuscript paraformaldehyde (Electron Microscopy Services) in PBS, followed by cryoprotection in 30% (w/v) sucrose/PBS for 2-3 days at 4°C. Coronal brain sections (40 mm) were cut on a freezing microtome and used for immunofluorescence.
METHOD DETAILS
Primary neuron cultures and transfection-Primary cortical mouse neurons were prepared from cerebral cortices of wild-type CD1 or P301Stau transgenic PS19 mouse embryos (E14-15, Charles River Laboratories) using a papain dissociation system (Worthington Biochemical Corporation) as described previously (Takeda et al., 2015) . Briefly, cortices were dissected out and mechanically dissociated in Neurobasal medium (Thermofisher) supplemented with B27, 2 mM Glutamax, 100 U/ml penicillin and 100 g/ml streptomycin, and plated in the same medium at a density of 0.6*10 5 cells per well of a poly-D-lysine (50 mg/ml 1, Sigma) treated Nunc™ Lab-Tek™ II Chambered Coverglass or on 35 mm dishes (Corning). Cultures were maintained at 37°C with 5% CO 2 in Neurobasal medium with 2% (v/v) B27 nutrient, 2 mM Glutamax, and antibiotics as above. On day 7, neurons were transfected with 2.5 μg per 6-well of DNA for 3,5 hrs using Lipofectamine 2000 following manufacturer instruction. All the experiments were done 48h after transfection.
Immuno-labeling of cortical primary neurons and mouse brain sections-For
immunofluorescent labeling, cells were rinsed once with PBS and immediately fixed in 4%paraformaldehyde (PFA) in PBS for 20 min at room temperature. After washing twice with PBS, cells were permeabilized using 0.1% Triton-X100 in PBS for 20 min. Microtome mouse brain sections were permeabilized with 0.2% Triton X-100 in TBS (Tris Buffered Saline) for 20 min. Cells and brain sections were then blocked in 3% normal goat serum (NGS) in TBS, and incubated in primary antibodies overnight at 4°C. (for list of antibodies see reagent table; all diluted 1:250 in 3% NGS/TBS). After 3 washes in TBS, secondary antibodies (Invitrogen; for list see reagent table) were applied diluted 1:250 in NGS/TBS for 2 h at room temperature. After washing three times in TBS, brain slices were mounted on microscope slides, and coverslips using DAPI containing mounting medium (Vectashield, Vector Laboratories).
Immunofluorescent and DAB labeling of human paraffin embedded brain sections-Human paraffin embedded brain sections, sections were first de-paraffinated and rehydrated by sequential incubation in Xylene (3× 5 min), 100% ethanol (2× 5 min), 90% ethanol (2× 5 min), 70% ethanol (2× 5 min), and distilled water (3× 5 min). Antigen retrieval was achieved by placing the sections in antigen retrieval solution and steam cooking for 1 h. After cooling at room temperature, sections were rinsed in water and 1X PBS and permeabilized in PBS/0.4% Trito-X100 for 8 min. After blocking in PBS/10% NGS/0.2% Triton for 1 h at room temperature, primary antibodies diluted in PBS/10% NGS were applied overnight at 4 °C. Immunolabeling of tau was done using either a mix of rabbit phospho-tau antibodies (r-tau mix; rabbit anti-pT205, pS409, pT231, pS199, pT181, 1:250; all from Abcam), or PHF1 (mouse IgG1 anti-tau pS396/pS404 (1:250) from Peter Davies), or Alz50 (mouse IgM anti misfolded tau (1:50) from Peter Davies). Nups and Ran were labeled using rat anti-Nup98 (1:250, Abcam), mouse anti-Ran (1:250, BD Biosciences), rat anti-Nup62 (1:50, Millipore), mouse anti-Nup133 (1:250, Novus), rabbit anti-Pom121, Invitrogen PA5-36498, 1:200; rabbit anti-Nup54, Sigma Aldrich HPA-035929, 1:200 and mouse anti-PHF-1, Dr. Peter Davies, 1:250 were diluted to corresponding dilutions with DAKO antibody diluent (Agilent S0809) and slides were incubated with primary antibodies at 4C in humidified chamber. Next day, sections were washed in PBS (3× 5 min) and secondary antibodies were applied as described for mouse brain sections: Alexa488-labeled for tau, Cy3-labeled for Ran, and Alexa647-, Cy5-, Alexa488, or Cy3-labeled for Nup98. After washing in PBS, sections were then incubated for 20 min with 0.1% (w/v) Sudan Black solution to quench autofluorescence. In some cases,vslides were mounted with Prolong Gold Antifade with DAPI (ThermoFisher Scientific P36931).
For DAB detection of primary anti-Nup antibodies in human sections, sections were incubated in DAB secondary antibody for 1 h at room temperature, then washed in PBS (3× 5 min). A DAB staining kit (Vector Laboratories) was used for DAB staining according to manufacturer instructions. DAB substrate (Prometheus) was applied for 2-10 minutes. Dehydration of sections was done by sequential incubation in distilled water, 95% ethanol, 100% ethanol (5 min each) followed by xylene for 10 min.
Slides were imaged at 40× magnification using Zeiss Axioimager Z2 fluorescent microscope with apotome2 module. Z-stack images were compressed and processed using imaging software Zen Blue (Zeiss).
Nucleocytoplasmic Ran ratio quantification in cells-The nuclear and cytoplasmic
intensities of Ran were determined in immunostained cell cultures as previously shown (Zhang et al., 2015) . Using ImageJ, nuclei were outlined using the DAPI signal, and cell bodies using Map2 staining. The integrated nuclear fluorescence signal was subtracted from the total cell body signal to determine the cytoplasmic fraction. All imaging was done with identical microscope settings between all experimental groups. All fluorescent values were normalized to background (outside of cells) fluorescent intensities in each sample. Nuclear/ cytoplasmic ratios were quantified for 35-50 cells across multiple wells per group, which was done blinded.
Ran nuclear intensity measurement in brain section-Human and mouse brain sections were immunostained for Ran and imaged using a ApoTome Zeiss. Using ImageJ, nuclei were outlines in the DAPI channel and the integrated Ran fluorescence signal (mean fluorescence intensity) was measured. All nuclear intensities were normalized to background fluorescent (outside of section) for each section. For each sample, 25 nuclei were randomly chosen in the DAPI channel and the analysis was done fully blinded.
Human and mouse brain nuclei preparation-Frozen brain tissue was thawed on ice and 250-400 mg piece of human grey matter tissue, or one whole mouse brain, was dissected and placed into 4 ml of lysis buffer [0.32 M sucrose, 5 mM CaCl 2 , 3 mM Mg(Acetate) 2 , 0.1 mM EDTA, 10 mM Tris-HCl pH 8, freshly made 1 mM DTT, and 0.1% Triton X-100] in a glass dounce homogenizer (7 mL capacity). The tissue was gently homogenized on ice for ~1 min, or until fully homogenized. 0.5 ml of brain homogenate was placed into a fresh 1.5 mL Eppendorf tube as total homogenate. The remaining 3.5 ml were placed into a pre-chilled ultracentrifuge tube (Beckman Coulter Item No. 344059). 7.5 ml of a sucrose solution (1.8 M sucrose, 3.0 mM Mg(Acetate) 2 , 1 mM DTT and 10mM Tris-HCl pH8.0) was pipetted at the bottom of the ultracentrifuge tube containing the homogenized sample to create a concentration gradient with the homogenate on top of the sucrose solution. Tube weight balance was adjusted by adding lysis buffer to the top layer. Samples were ultra-centrifuged at 107,000 × g (25,000 rpm) using a SW41 Ti rotor for 2.5 hours at 4°C. After centrifugation, the supernatant was carefully removed, along with the layer of debris. The nuclei pellet remained at the bottom of the tube and was carefully resuspended in 0.5 ml of chilled 1x PBS (Matevossian and Akbarian, 2008) .
Nuclei immunofluorescent staining-Nuclei isolated from AD and control brains were spun down on a Tharmac Cellspin Cytocentrifuge, then fixed on microscope slides using 4% PFA/PBS and immunostained for phospho-tau (p-tau mix), NPC (mab414) and Nup98 (Abcam). Nuclei were stained with Hoechst, mounted in mounting media, and imaged on Zeiss LSM 800 with Airyscan.
Imaris image analysis and quantification
Immunofluorescence Punctae Counts: Bitplane Imaris Spot Detection was used to automatically count punctae in each wavelength imaged, as previously described (Miller and Rothstein, 2016) . Briefly, for quantification of the p-tau and NPC punctae, single Z-slice focus images were subjected to Imaris spot detection, and count parameters were set for size and fluorescent strength of voxels to identify punctae primarily on the nuclear envelope. Imaris spot detection uses a Bayesian classifier with spot features such as volume, average intensity, texture, and contrast to detect and classify the segmented spots. In total, the number of p-tau and NPC positive spots were compiled from a 3D-rendering of highresolution Airyscan z-projections with z-slices through the entire nucleus, and colocalization and quantification of punctae was done for 20 nuclei per sample. Displayed are maximum Zprojections from top of the nuclear membrane to the midline of the nucleus. For tissue samples, Imaris Surface was used to trace cells of interest and apply spot detection and colocalization analysis as discussed above. All data analysis and quantifications were done fully blinded and randomly chosen by the Imaris software.
Fluorescence Recovery After Photobleaching (FRAP) of nuclear import reporter-A confocal Zeiss 510 microscope equipped with a 63× 1.2 NA C-APO-plan Neofluo objective (Carl Zeiss) and a live-cell incubation chamber was used for all FRAP experiments. Primary mouse cortical neurons transduced with the fluorescent shuttle reporter Lenti CMV.NES:tdTomato:NLS were treated with fluorescently conjugated HMW AD protein fraction containing tau (Dy647 HMW AD protein). The nucleus was selected as a ROI in the red channel and was bleached using a 594 nm laser with 30% intensity for 50 iterations. Post-bleach time-lapse images were collected (3 s frame rate, for 150 frames). Time-lapse images were analyzed in ImageJ to calculate the mean fluorescence intensities of three regions (ROI-1=photobleached region, ROI-2=unbleached region in same frame to correct for the overall photobleaching, ROI-3=background signal outside of cell was subtracted from both ROI-1 and ROI-2 intensities). The recovery time constant was derived as area under a single exponential fit of the corrected fluorescence intensities plotted versus time using GraphPad Prism7. 4 time points (0, 24, 48 and 72 h) were compared.
Nucleocytoplasmic import/export (NCC) reporter assay-Primary cortical neurons were transduced with Lenti XEP.2GFP:NES-IRES-2RFP:NLS, in order to have GFP-GFP in the cytoplasm, and RFP-RFP in the nucleus. We used the HIV-Rev NES (LQLPPLERLTL), and the SV40 Large-T NLS (PKKKRKV). For live imaging, neurons were plated on 8-well imaging chambers. Confocal images were taken on a Zeiss LSM710 microscope.
Protein expression and purification-Phosphorylated tau protein, tau-p12, was produced by expression of human full-length wildtype tau (2N4R, 441 aa) in Sf9 insect cells and purified as described before (Tepper et al., 2014) . Briefly, insect cells were infected with the recombinant viral vector (pVLhtau40) and incubated for 3 days. The cell lysate was heated and the heat-stable tau proteins purified by size exclusion column Superdex G200 (GE Healthcare). Non-phosphorylated wildtype tau-p0 and P301Ltau (2N4R) was produced in E. coli and purified as described previously (Cook et al., 2014) . Nup98-FG, Nup98-S, Nup62-FG were expressed and purified as described before (Kapinos et al., 2014) . Briefly, Nup98-FG and Nup62-FG represent the C-terminal FG-domains of Nup98 (aa 1-498) and Nup62, respectively, with one additional cysteine at the N-terminus to facilitate covalent binding to the gold surface of the SPR chip. Nup98-S and Nup62-S are full F[barb2right]S mutants of Nup98-FG and Nup62-FG. The plasmid constructs were bought from GenScript, expressed and purified as previously described (Wagner et al., 2015) . Nup133 was immobilized to CM5 chip using an amine coupling procedure. All proteins were dialyzed into PBS pH 7.2 prior use. The Nup98 C-terminal half, Nup98-C, and Nup133 proteins were purchased from Mybiosource.
Surface Plasmon Resonance (SPR) measurements-SPR measurements were performed using a Biocore T200 (GE Healthcare, Life Sciences). The thiol-modified proteins (e.g. Nup98-FG-SH and Nup62-FG-SH) and the inert control polymer PUT (C 17 H 36 O 4 S, hydroxyl-terminated tri-ethylene glycol undecane thiol, HS-(CH 2 )-(OCH 2 CH 2 ) 3-OH) were immobilized to the gold surface of the sensor chip (SIA kit; GE Healthcare, Life Science). Tau proteins tau-p12 and tau-p0 were then injected in increasing concentrations between 7.6 nM to 4 μM, and differences of the Nup layer height was determined. BSA was injected after each tau injection as described previously (Schoch et al., 2012) . The equilibrium binding constants were calculated using one or two-component Langmuir fits.
Tau filament assembly-Recombinant Nup98-C (purchased from Mybiosource) was diluted in 50 mM HEPES, 30 mM NaCl, 500 mM guanidine hydrochloride and mixed recombinant non-phosphorylated tau-p0. The concentration of tau was kept constant at 8 μM (0.33 mg/mL), and different molar ratios of Nup98:tau (1:27, 1:8 and 1:4) were incubated at 37°C in Buffer A (10 mM HEPES pH 7.4, 50 mM NaCl, 1.5 mM MgCl 2 , 0.5 mM DTT, 2.5 mM EGTA, 0.1 mM EDTA). After 5 days, 30 ml of the tau reaction was incubated with 90 ml of 10 mM thioflavin-S (7.5 μM final concentration) for 30 min at room temperature, and tau polymerization was subsequently measured using fluorescence of thioflavin-S in a SpectraMax M5 plate reader (excitation l = 440 nm, emission l = 520 nm).
Electron microscopy-Tau assembly reactions were diluted 1:2 in Buffer A (10 mM HEPES pH 7.4, 50 mM NaCl, 1.5 mM MgCl 2 , 0.5 mM DTT, 2.5 mM EGTA, 0.1 mM EDTA), and 10 ml were absorbed onto carbon/formvar-coated 400 mesh copper grids (Electron Microscopy Sciences, Hatfield, PA) for 45 s, then washed twice for 15 s in Buffer A to remove remaining guanidine hydrochloride. Tau fibrils were counterstained with 2% uranyl acetate (Electron Microscopy Sciences, Hatfield, PA) for 45 seconds and examined using a Philips 208S electron microscope (Philips, Hillsboro, OR), with images collected at 5000 × magnification. For Immuno-EM staining, the anti-tau primary antibody was detected with a 6 nm-gold particle coupled secondary antibody, and anti-Nup98 was detected using a secondary antibody conjugated with 12 nm gold particles.
Pelleting analysis-Tau assembly reactions were centrifuged at 90,000 × g for 40 min at 4°C to separate soluble and aggregated proteins. Pellets containing aggregated tau and Nup98 (insoluble fraction) were resuspended in 50 ml 1x SDS-PAGE sample buffer (Invitrogen), and 10 mL 6x SDS-PAGE sample buffer was added to 50 ml of the supernatant (soluble fraction). Samples were separated by SDS-PAGE in Tris-glycine gels (Life Technologies), and transferred to PVDF membranes (Millipore). Membranes were blocked in 5% non-fat dry milk in TBS/0.1% Triton-X-100, and incubated in primary antibody (mouse anti-human tau tau5 or rabbit anti-Nup98) overnight at 4°C. Membranes were washed and incubated in HRP-con jugated secondary antibodies (anti-mouse or anti-rabbit 1:5000; Jackson ImmunoResearch) for 1 h at room temperature, and detected by ECL (PerkinElmer).
Size Exclusion Chromatography (SEC) and affinity chromatography of human brain lysates-AD and control brain pieces were homogenized in 5-times (v/w) PBS using a dounce homogenization (30 strokes, GKH motor drive (Glas-Col), 50% speed). Crude extracts were spun at 10,000 × g for 10 min to remove debris, nuclei, and large organelles. After filtering the supernatant through a 0.2 mm pore membrane, 1 ml of brain extract (3-4 mg total protein) was loaded onto a Superdex200 prep grade (GE Healthcare) SEC column and 1.4 ml fractions were collected at a flow rate of 0.125 ml/min. Protease inhibitor cocktail (Cell Signaling Technologies) was added at to all PBS used, and extracts, buffers and columns were kept at 4 o C at all times. Low protein binding tubes (Richell) were used whenever tau was present. Collected fractions were frozen immediately at −20 o C and later analyzed for protein (BCA assay) and human tau content (Tau-5/HT7 antibody ELISA (DeVos et al., 2017) ; Tau-5: Calbiochem 5778010; HT7: Invitrogen MN1000B). After discard of the SEC column void volume (4 ml), the tau containing HMW protein SEC fractions 2+3 (Takeda et al., 2015) were pooled and used as "HMW AD protein fraction" to treat neurons.
To isolate HMW tau from this fraction, the HMW AD protein fraction loaded onto an antihuman tau affinity column. This column was prepared by coupling 200 mg of mouse antihuman tau HT7 (Thermo scientific MN1000) to 2 ml of tosyl-activated Separopore 4B-CL matrix (bioWORLD). Following 3 washes with 2 ml TBS/0.05% Tween-20 (TBS-T), HMW tau was eluted using 1 ml of 3 M MgCl at pH 4.5. The eluted sample was dialyzed overnight against PBS in a 3500 kDa MWCO Slide-A-Lyzer cassettes (Thermo 66330) and then concentrated 10-fold using 3000 kDa MWCO centrifugal filter devices (Amicon Ultra, Millipore). The resulting HMW AD tau was separated by SDS-PAGE on 4-12% Bis-Tris gels and analyzed by Western Blot for phospho-tau (PHF1, pS396/pS404, from Peter Davies) and Nup98 (mouse anti-Nup98, Santa Cruz) using near-infrared (IR) dye-labeled secondary anti-mouse 800 antibody (LI-COR) for 1 hours at room temperature. Blots were imaged using a LI-COR IR scanner.
Fluorescent labeling of HMW AD protein-The HMW protein fraction from AD brains was fluorescently labeled using Dylight647-NHS or Alexa647-NHS ester (LifeTechnologies). For highest yield of N-terminal labeling, the amino reactive dyes were dissolved in DMSO and 5 μl were added to 100 μg protein in PBS at pH 7.4 for 1 h at room temperature. For all proteins the excess dye was removed by dialysis (SlideLizer MWCO 3000 Da, Pierce) against PBS at 4°C overnight.
Co-immunoprecipitation of tau with Nup98 from brain lysates-Human brain homogenates were prepared as described for SEC. Nup98 immunoprecipitation (IP) was performed from either the supernatant (soluble Nup98 fraction) or the resuspended pellet (insoluble Nup98 faction) after the 10,000 × g spin. In both cases, Nup98 antibody (rat anti-Nup98, Abcam; concentration 1 mg per 50 ml lysate) was added to the sample and incubated for 1.5 h at 37°C. To pull-down anti-Nup98 antibodies (bound to Nup98), magnetic beads functionalized with anti-rat IgGs (Dynabeads Sheep anti-rat IgG, Thermofisher) were blocked with PBS/0.1% BSA and then added to the [brain lysate+anti-Nup98] incubations for 45 min. After magnetic pull-down, the beads were washed 3-times with PBS/0.1%BSA and resuspended in PBS. Bound proteins were eluted in 50 mM citrate (pH3.0) for 10 min, rebuffered with 1M Tris-HCl (pH 7.5), and analyzed by Western Blot for their content in tau using the rabbit anti p-tau mix, or rabbit anti-total tau (DAKO). As a control for unspecific binding to the beads, rat IgG (Sigma) was added to one part of the lysates instead of rat-anti Nup98.
Anti-Nup98 shRNA expression in PS19 primary cortical neurons-Primary cortical PS19 neurons were transduced with AAV8.hSYN1.GFP-U6-mNUP98-shRNA (Vector Biolabs) using a MOI of 200,000 at DIV5. 3 days after transduction, the neurons were treated with HMW protein fraction from either control or AD brains. 8 days after transduction, the neurons were fixed in 4%-PFA/PBS for 15 min and immunostained. 
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For Ran and Nup intensities, the dextran assays, and 3D reconstruction of nuclei, cells in culture and tissue and nuclei in enriched fractions were randomly chosen for analysis. The number of independent repeats, experiments, or members of compared groups (for animal genotypes and AD and Control brains) was in any case at least N=3. Statistical Analysis of the data was done using GraphPad Prism (GraphPad). Statistics were assessed based on an assumption of normality with two-tailed unpaired Student's T tests when comparing two groups, and one-way ANOVA with Tukey post-test when comparing multiple goups.
The number of independent repeats (N), the statistical test used for comparison, and the statistical significance (p-value) are stated for each Figure panel (A) Illustration describing how abnormal phospho-tau that mislocalizes into the soma during AD interfaces with the cytoplasmic side of nuclear pore complexes. At the nuclear pore, pathogenic tau can disrupt nuclear pore complex function. (B) Human AD (Braak VI) and age/sex matched control brains were immunolabeled for phospho-tau (green; p-tau mix of anti phospho-tau antibodies pT181, pS199, pT205, pT231, pS409), NPCs (red; using mab414), and Dapi (blue). In AD cortex, phospho-tau accumulates in the cytosol and NPCs mislocalize from the nuclear membrane into the cytosol (arrow heads). In neurons with diffuse phospho-tau staining in the cytosol, phosphotau also localizes to the nuclear membrane (arrows). (A) Principle of NPCs quantification and co-localization in whole nuclei extracted from brain tissue using high-resolution AiryScan imaging and 3D-rendering.
(B+C) Images of nuclei extracted from control and AD hippocampal tissue after staining for phospho-tau (green) and either NPC (red, mab414 in B) or Nup98 (red in C). Displayed are maximum Z-projections from the midline to the dorsal Z-maximum of the nuclei. Note the accumulation of phospho-tau on the morphologically abnormal AD nuclei. Scale bar, 2 μm. (D-F) AD nuclei show higher levels of associates phospho-tau (D), colocalization of p-tau with NPC components (E) , and a significantly reduced number of NPCs in the nuclear membrane (F). Graphs show quantification of punctae in 3D nuclei images using Imaris (see STAR methods); N=5 cases; N=20 nuclei per sample. All graphs are presented as mean + SEM. *p< 0.5, **p< 0.01 and ***p< 0.001 by one-way ANOVA with Tukey post-test. (G) Surface plasmon resonance (SPR) response curves show that recombinant human phsopho-tau (tau-p12; 2N4R) binds to immobilized Nup98-FG and to Nup98-S. In contrast, nonphosphoryliertes tau (tau-p0) does not bind Nup98-FG and Nup98-S. N=3 experiments. 
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